We report the draft genome sequence of Mycobacterium heraklionense strain Davo, isolated from a fine-needle aspirate of a right-ankle soft-tissue mass. This is the first draft genome sequence of Mycobacterium heraklionense, a nonpigmented rapidly growing mycobacterium. 
the high GC content (68%), along with several high-copy-number integrases, transposases, and recombinases that were longer than the sequence read length. A 55.5-kb contig that was present at a 20-fold-higher copy number than other genomic contigs demonstrated 65% nucleotide identity to a variety of Mycobacterium phages, including Saal, Sparky, and CaptainTrips (10) .
BLASTn analysis of the complete 16S sequence from strain Davo showed 100% identity to M. heraklionense type strain NCTC 13432, while other top hits included members of the M. terrae complex, including M. arupense, M. senuense, and Mycobacterium sp. JDM601. No high-confidence antibiotic resistance genes were identified by Comprehensive Antibiotic Resistance Database analysis (11) .
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number LDPO00000000. The assembly described in this paper is the first version, LDPO01000000.
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